1 1 affected sows herds by more than 1000 sows in the following 12 weeks. The abortion rate during 4 2 this time period was approximately 11 x the normal rate. Animals were often described as 4 3 apparently healthy during morning checks. Over the course of hours, sows would become 4 4 unwilling to stand, develop fever, lethargy and die with no other apparent clinical signs. Other 4 5 sows would abort and then go on to develop similar symptoms. Stressing factors in these farms, 4 6 such as mixing of animals and the presence of other sick animals appeared to exacerbate 4 7 outbreaks within pens. Animals were fed a commercial grade, nutritionally balanced diet as per 4 8 ESF (electronic sow feeding) and had access to water ad libitum. Gross post-mortem 4 9 examination of multiple animals, either euthanized or recently deceased, revealed the following 5 0 common observations: rhinitis (mucopurulent discharge, mild, diffuse), pulmonary edema, gall varying levels of S. zooepidemicus in liver, kidney, heart, brain, lung, spleen, and submandibular 5 8 lymphnodes. Isolate identification was confirmed by two different veterinary diagnostic (Illumina Nextera XT library prep kit). Sequencing was performed using MiSeq Nano V2 (2x250 6 6 paired-end). Samples yield an average of 149,017 high quality reads, suggesting 50x coverage 6 7 (genome size averaged 2.1 mbp). Genome assembly, annotation and downstream analyses were 6 8 conducted using the PATRIC package (5). Genomes averaged 2.1 million bp in size, and 41.34% what outbreak, were profiled as MLST (multi-locus sequence type) including strain 7 7 ATCC35246. Antimicrobial resistance genes identified in isolates from this outbreak included 7 8 gidB, S12p (streptomycin), rpoB (rifampin), S10p (tetracycline), kasA (triclosan), PgsA, LiaR, 7 9
LiaS (daptomycin), folA, Dft (trimethoprim), folP (sulfadiazine) and FabK (triclosan). Virulence 8 0 factors found included the previously described szm, lmb, fbpZ, skc, has operon and mag 8 1 regulon, which help explain the highly-virulent lifestyle of these isolates.
2
Taken together, these findings suggest the emergence of S. zooepidemicus ST-194 as a 8 3 cause of mortality in pigs in North America. This specific sequence type seem to be particularly 8 4 virulent to pigs, for reasons that remain unexplained. Given the clinical presentation described branch was observed in the support trees using gene-wise jackknifing. 
